were changed between sampling points. All equipment was washed, soaked in 20 % bleach 115 overnight and thoroughly rinsed between sampling sites.
116
There was high turbidity in all water-bodies and at Hamdoûn it was only possible to filter 4 L 117 through the pre-filter, before it clogged, even though these have a relatively high surface area of 118 c. 260 cm 2 , compared to the commonly used 47 mm diameter disc filters, which have a surface 119 area of c. 17 cm 2 .
120
In order to validate the filtering method, the entire procedure at each sampling point was 121 repeated with the addition of a pre-prepared DNA positive control fragment. To prepare this
122
"spike" of control DNA, the concentration of tissue-extracted DNA from five different 123 amphibian species occurring in northern Maghreb, but known to be absent from Mauritania, was 124 measured using the Qubit HS DNA Assay (ThermoFisher Scientific, USA). Separate 1.5 mL 
145
The buffer from both tubes was then combined and filtered through a 0.45 µm filter. From here, following the manufacturer´s instructions, using 300 µL BL Buffer, 300 µL ethanol and eluting 151 in 50 µL Elution Buffer.
152

PCR and sequencing
153
We used a primer designed to target all vertebrates -here referred to as 12SV5.1, as the original Fisher Scientific) and each PCR product was normalized to 15nM using 10mM Tris pH 8.5 0.1% 
195
RESULTS
196
At the time of sampling, adults of the crowned frog (Hoplobatrachus occipitalis) and of the eel 197 catfish (Clarias sp.), were detected at all sites via visual surveys ( 5,104 reads were attributed to taxa identified in negative controls (see Table S2 ). Using DNA 207 extracted from the final filters produced the majority of the reads and taxa detected (Table S3) .
208
In only one case was a taxon identified at a site using DNA extracted from the pre-filter, but not 209 the corresponding final filter.
210 Table 1 includes a list of taxa that have been observed in these water-bodies in previous studies (Table S3) , it is evident that eDNA was, at least, not being entirely retained by the pre- The primer pair chosen for the current study has been used in previous studies and the target 266 fragment has been applied successfully in assigning taxonomy for vertebrates in these and other number of mismatches to some of the taxa being targeted at these sites, especially the reptiles 274 (Table 1) 
278
The amplification of human DNA is also very likely to have contributed to the low number of 279 taxa being identified in the present study, as 68 % of the total reads obtained were assigned to 280 hominids. Amplification of human DNA is known to occur even using the most stringent Despite following strict protocols for extractions, a high number of hominid-assigned reads were 284 retrieved from all of our extraction controls, as well as some minor contamination from Felinae.
285
As these did not appear in our PCR negatives, this can be attributed to contamination during the 286 extraction step. This could be due to the use of shared laboratory reagents (namely the lysis 287 buffer) or incomplete flame sterilization of shared instruments. One PCR negative was 288 contaminated with Cercopithecinae, a group which is often studied in our institute. Finally, three African species are barcoded and added to publically available databases, the only method to 300 overcome this issue is to build local reference DNA databases based using target taxa expected 301 to be present in the study area. Of course, this requires a considerable amount of additional effort 302 to obtain tissue samples from many different species, as well as a priori knowledge of species 303 expected at field sites.
304
One of the problems with eDNA studies is the unquantified variability between samples in 305 species detection probability. Using DNA spikes can help to account for inter-site variability, act whether the individual water-body influences DNA recovery, but it is likely, as Liang and found that increased turbidity negatively affected amplification efficiency.
343
In the present study, spiked DNA was only recovered from 0.45 µm filters, despite the water 344 being pre-filtered through a 1 µm filter beforehand. It may be that 0.45 µm is a more suitable 345 pore size for eDNA recovery, particularly for extracellular DNA and this might be especially 346 pertinent in environments with high concentrations of small-diameter suspended sediments (e.g. 
352
It is notable that species in the DNA spike were detected even at minute concentrations (at two D r a f t Figure 2 . Number of reads obtained following recovery of spiked DNA, which for positive controls (PC1 and PC2) was rehydrated in 1 ml dH2O before filtering and for field samples was rehydrated in 1 ml dH2O before adding to 5 L water samples.
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